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PG1 



Hs 



AF003136 Ce 
(Genbank) 

Z72511 Ce 
(Genbank) 

P38226 Sc 
(Swissport) 

P33333 Sc 
(Swissport) 

Z49770 Sc 

P26647 Ec 
(Swissport) 



Z49860 
(Genbank) 

U89336 
(Genbank) 

U5 6417 

(Genbank) 



Bn 
Hs 
Ks 



AB005623 Mm 
(Genbank) 



box 1 
NHQ 81-83 
NHQ 630-632 

48 NHR 50 

111 NHQ 113 
81 NHQ 83 
116 NHQ 118 
72 NHQ 74 



Z29518 
(Genbank) 



Zm 



95 NHQ 97 
103 NHQ 105 
100 NHQ 102 
91 NHR 93 



box 2 box 3 

FPEGTR 1 60-1 65 LDAIYDVTV 21 1 -21 9 

FPEGTR 712-717 LDAIYDVTV 762-^70 

FPEGTD 129-134 VEYIYDITI 204-212 

FPEGTN 223-228 IESLYDITI 271-279 

FPEGTR 154-159 - 

FPEGTN 215-220 LDAIYDVTI 265-273 

FPEGTR 145-150 - 

FVEGTR 90-95 VPAIYDMTV 138-146 

FPEGTR 1 68-1 73 - 

FPEGTR 1 76-181 - 
FPEGTR 1 73-1 78 

FVEGTR 1 70-1 75 VPAIYDTTV 218-226 



Hs = Homo sapiens, Ce = Caenorabibitis elegans, Ec = Escherichia co. 
Sc = Saccharomyces cerevisiae, Bn = Brassica napus, Zm = Zea maize, 
Mm = Mus Musculus _ 

- = pattern absent from protein sequence 

Note: Funcitional acyl glycerol transferases all contain boxes 1 
and 2 and not box 3. Proteins most related to PG1 contain 
the 3 boxes with a high degree of conservation. 
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HAPLOTYPE FREQUENCY ANALYSIS 
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UNAFFECTED 


sample sizes 
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of populations 
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28 unaffected (65 years or older) 
+ 289 controls 
(65 years or older with PSA<4) 



PG1 (8p23) 


4-14/240 99-217/277 4-66/145 


99-221/377 


I in4 i 3'UTR 
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<100kb> <17kb> <43kb> 


size (cases vs controls) 


481vs305 i 481vs302 !481vs300 I 481vs303 


freauency % (cases/controls) 


65, 7/62,1 (C)I31, 3/27,5(C)| 25 J/1 9(C)|42,7/42.91 (a) 


abs diff frea. ail. (cases-controls) 


3.6 I 3.8 | 6.2 I 0 


□vaiue 


1.47E-01 i 1.07E-01 I 4.68E-03 ! 7.52E-01 


Hardy Weinaeberg : cases 


5.84E-01 i 6.55E-01 i 2.54E-01 t 5.84E-01 


Diseauilibrium controls 


4.80E-01 i 2.21E-01 i 3.71E-01 | 2.54E-01 


HAP 1 <43kb> : 451 vs 297 


. C A, 

t '.^;c. 

; c r . 

C ' • ' C 


HAP 2 <17kb> , ; 451 vs 296 


HAP 3 <1 17kb> j | 452 vs 299 


HAP 4 <100kb> | I 479 vs 302 


HAP 5 <60kb> j j 476 vs 300 


HAP 6 <160kb> ! PT2 ■ 476 vs 303 


HAP 7 <160kb> | j 447 vs 297 


> /c; C . / a 
T C : A ' 
C T C ' 
: C '. T A 


HAP 8 <60kb> j | 446 vs 294 


HAP 9 <1 17kc> ! j 450 vs 296 


HAP 10 <160kn> : PT3 ! 474 vs 300 
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C T C A 



haplotype 
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ratio 


Chi-S 


Pvalue 


cases 


controls 
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*** 
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